) -1 where S(d) is a function of the distance between demes and given by equation A12 in (Slatkin 1991). In the first column, we use S(1), in the second S(4) for highest and S(2) for medium resolution panels to get FST for demes at the lowest resolution (~500km). Supplemental Data Figure 5 : Hex-binned scatterplots of genetic distance versus geographic distance (in km), predicted distance via EEMS model fit, and predicted distance via a ten-component PCA, for all panels. Darker areas correspond to bins with more points. The fit of a simple linear regression (red dashed lines) and r² are given.
Supplemental Data
Supplemental Data Figure 6 : Comparing Fit of PCA and EEMS. We show the relative error of EEMS (red) and PCA(blue, first 10 PCs) for all pairs, stratified by genetic distance. For each panel, all pairwise genetic distances were distributed in ten bins of equal size, for which we then computed the median absolute error of the fitted model vs the observed distances. For W. Eurasia and SE-Asia, EEMS fits uniformly better than PCA. In the Afro-Eurasian, Central/Eastern Eurasian and African panel, EEMS fitts better for smaller distances, but the fit is worse for larger distances. For the KhoeSan, EEMS fits worse than PCA for all distance bins. Figure 7 : Genetic vs. geographic distance within and between language groups. The eems-plots revealed several troughs aligning with differences in linguistic groups. We show the pairwise relationship of genetic and geographic differences within-and between adjacent language groups mentioned in the main text for a. Slavic and Germanic speakers (WEA panel) b. Slavic and Caucasus languages (WEA), c. KhoeSan and Bantu languages (Southern Africa) d. Indo-Aryan, Dravidian and Austroasiatic (CEA) e. Niger-

